A jumping translocation (JT) involves a single donor chromosome and two or more recipient chromosomes in which a similar chromosomal region is translocated to various recipient chromosomes in different cell lines of a single individual. JTs are often associated with telomeric regions. Only 21 acquired JTs have previously been described in myeloid malignancies. Three of these cases involved the 3q13.31-qter region of which all were associated with a dismal outcome. In our recent publication, "Characterization of an acquired jumping translocation involving 3q13.31-qter in a patient with de novo acute monocytic leukemia" [1], we characterized the breakpoint region 3q13.31 by oligo-based array comparative genomic hybridization analysis. The present article provides data on copy number aberrations observed in the subtelomeric regions of this patient. Copy number alterations in the subtelomeric region have not been addressed previously in patients with JT.
Specifications Table

Subject area
Biology More specific subject area
Cancer genomics
Type of data Table and Figure
How data was acquired
Oligo-based array-comparative genomic hybridization (oaCGH) was used to examine for copy number alterations Data format Analyzed Experimental factors
Purified DNA from bone marrow samples at the time of acute monocytic leukemia diagnosis and at the time of complete remission were compared Experimental features
Direct comparison by oaCGH analysis using purified DNA from time of complete remission as reference DNA allows to distinguishing whether observed copy number alterations are true copy number alterations or normal copy number variations Data source location
Aarhus, Denmark
Data accessibility Data is with this article
Value of the data
Copy number alterations in subtelomeric regions examined by oaCGH analysis are rarely reported in leukemic genomes
Copy number variations are common in subtelomeric regions when foreign DNA is used as reference DNA making it impossible to distinguish these from true copy number alterations Direct comparison of patient's leukemic DNA with purified DNA from the time of complete remission allows for reporting of all copy number aberrations fulfilling basic criteria for them to be called
The findings add to the spectrum of subtelomeric copy number alterations associated with JT
Data
Copy number alterations at subtelomeric regions were examined. Thirty one out of 92 subtelomeric regions (33.7%) had duplications between 141,682 and 864,400 bp in size (mean size 298,957 bp) as summarized in Table 1 . The genomic profiles of all subtelomeric chromosomal regions are shown in Fig. 1 . A search in the UCSC bioinformatics database revealed a total of 177 genes in the subtelomeric regions with segmental duplications (Table 2 ).
Experimental design, materials and methods
By oaCGH analysis using purified DNA from aspirated bone marrow at the time of diagnosis and purified DNA from aspirated bone marrow at the time of complete remission as reference DNA we recently characterized the 3q13.31 breakpoint region in an adult with de novo acute monocytic leukemia harboring an acquired JT involving the 3q13.31-qter chromosomal region [1] . This experimental design allows for a direct comparison between the patient's bone marrow cells at diagnosis and at complete remission eliminating interpretations of possible copy number variations, which are known to be common in subtelomeric regions [2] . Such a direct comparison allows for reporting of all copy number aberrations, which fulfills the basic criteria for them to be called. Reference genome was NCBI build 37 (hg19) and the University of California Santa Cruz (UCSC) database (http://genome.ucsc. edu) was used for bioinformatics analysis. 
